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ikelihood, 125-133, 427-444, 617-624 
maximum, 77-89, 134-138, 228-253, 519-537, 589 
603 
ikelihood-ratio test, 90-124 
iliales, 287, 295 
ilianae, 287, 295-296, 300 
iliopsida, 283, 287 
ipotes vexillifer, 110, 116, 122 
iquidambar, 264-281 
styraciflua, 265-266, 27 
issamphibia, 694 
issodelphis 
borealis, 117, 122-124 
peronti, 117, 122-124, 339 
i, W.-H., Molecular evolution (rev.), 174-176 
I obe lia 35 
Long-branch attraction, 9-17, 134-138, 519-537 
Long-branch distraction and the Strepsiptera, Michael F 
Whiting, 134-138 
Longitubae, 181, 188, 190, 193-197 
Lundrigan, Barbara I 
Lutrogale 500 
Lythraceae, 610 


, see Zelditch, Miriam Leah, 


Macronyx, 590-591, 595, 600 
capensis, 591 
croceus, 591 
sharpei, 590 
Macropodidae, 457-474 
Macropodinae, 457, 459, 468 
Macropus, 457-458, 460 
agilis, 459, 465, 467, 472-474 
rufus, 459, 463, 465, 467, 472-474 
Madec, Luc, see Guiller, Annie, — 
Magnoliidae, 287, 299 
Magnoliopsida, 287 
Malvaceae, 194, 196 
Marchantia polymorpha, 285 
Margin roughness, 264-281 
Matrix representation, 497-508 
Maximum likelihood, 77-89, 134-138, 228-253, 519- 
537, 589-603 
Maximum parsimony, 702-710 
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McLellan, Tracy, and John A. Endler, The relative success 


of some methods for measuring and describing the 


shape of complex objects, 264-281 

McMorris, F. R.. see Day, William H. E.,— 

Measuring the phylogenetic randomness of biological data 
sets, William H. E. Day, George F. Estabrook, and 
F. R. McMorris, 604-616 

Mecoptera, 136 137,529 

Mecopterida, 136-137 

Megachiroptera, 609 

Megaloptera, 134-135, 137, 529 

Megaptera novaeangliae, 122 

Megarthrus, 391-396 

americanus, 390 

Melanthiaceae, 287 

Melanthiales, 287 

Meloe proscarabaeus, 533 


Meloidogyne, 488 


neue 
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Merck, John W., Jr., review by 
94-96, 104 


; 


and Jimmy A. McGuire, Morphol 
ogy, molecules, and the phylogenetics of 
cetaceans, 90-124 
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Messenger, Sharon | 


Metaspecies 641-65 
Method inconsistency, 519-537 
Methods 
coding 397-413 
distance, 228-253 
Monte Carlo, 604-616 
Micropeplinae, 374 
Mirabilis. 35 
Missing data, 625-640 
Mitochondrial DNA, 61-76, 336-344 
human, 445-456 
plant, 282-310 
Mixed hierarchic signals, 733—737 
Model 
Ornstein-Uhlenbeck, 654-672 
speciational, 654-672 
Modeling 18-31 
Molecular 
clock, 90-124, 181-207 
phylogenetics, 719-726 
systematics, 61—76, 351-366 
Molecular ecology and evolution: approaches and 
applications, B. Schierwater, B. Streit, G. P 
Wagener, and R. DeSalle (eds.) (rev.), 176-179 
Molecular evolution, W.-H. Li (rev.), 174-176 
Mollusca, 621 
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hastata, 567 
korsakovii, 567 
vaginalis, 567 
Monocotyledons, 282-310 
Monodon monoceros, 116, 122-124 
Monodontidae, 110 
Monte Carlo methods, 604-616 
Morphology, 90-124, 427-444, 545-567 
Morphology, molecules, and the phylogenetics of 
cetaceans, Sharon L. Messenger and Jimmy A. 
McGuire, 90-124 
Morphometrics, 264-281, 508-519 
geometric, 147-173, 254-263, 345-348 
Morphometrics is not special, why: coding quantitative data 
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Miriam Leah Zelditch, and William L. Fink, 508-519 
Mort, Mark E., see Soltis, Douglas E 
Morton, Brian R., see Graham, Sean W. 
Morton, Cynthia M., see Soltis, Douglas E 
Morus, 35 
Motacilla, 590, 594-596, 600 
alba, 591, 594 
ipensis, 591 
cinerea, 591, 594 
flava, 591, 594 
flaviventris, 591—592 
Motacillidae, 589-603 
Motion, Brownian, 654-672 
mtDNA, 61-76, 336-344, 696-701 
human, 445—456 
plant, 282-310 
Multiple regression, 18-31 
Murphy, Robert W., and Kevin D. Doyle, Phylophenetics 
Frequencies and polymorphic characters in 
genealogical estimation, 737-761 
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domesticus, 609 
musculus, 63 
Musci, 609 
Myriastra, 359 
Murica. 35, 38 
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Nadler, Steven A., see Blackstone, Neil W., and 
Nandina, 35 
Naupactini, 475-494 
Naupactus, 478 
Naylor, Gavin J. P., see Broughton, Richard f 
Naylor, Gavin J. P.,and Wesley M. Brown, Amphioxus 
mitochondrial DNA, chordate phylogeny, and the 
limits of inference based on comparisons of 
sequences, 61-76 
ndhF, 545-567 
Necrophilus, 372, 384, 391-396 
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chamaedaphnes 
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Nepenthes, 35 

Neuroptera, 135, 137,529 

Neuropterida, 138 
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DNA characters suggests hybrid origins of 
parthenogenetic weevil lineages (genus 
{ramigus), 475-494 
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